Correction. Molecular cloning of a novel hyaluronan receptor that mediates tumor cell motility by unknown
CORRECTION  The Journal of Cell Biology 
Hardwick et al., Vol.  117, No. 6, June 1992. Pages  1343-1350.  Due to several author's errors a cor- 
rected version of Figure 1 is printed below. The bases that were incorrectly designated are highlighted 
and include 2~AGG,  3~3CT,  "9CAC, ~~  445TAT, m~  and addition of ~~ 
m~  ~tn 
&TG  CAC 
Gin  Lys 
CA~ 
l~u  Gin 
CTG  GAG 
Lys  Glu 
Gln  Set 
AGT 
Leu  Thr 
GTG  ACG 
AI~  All 
GCT 
Set  ~u 
AGT  CTC 
AI~  Gin 
GC~  C~G 
Asp  Thr 
GAC  ACA 
Tyr  Aen 
TAG  A&T 
GIU  Ly~ 
tAG 
Tyr  Ly. 
TAT  A/~ 
Gln  Glu 
GA~  G~ 
Thr  A[a 
ACA  GCT 
11s  tau  Thr  Glu  6~&  l~u  AJJI  Liu  Glu  Arg  GIn  Glu  Tyr  Gtu  Lye  Leu  Gln 
ATC  CTC  ACA  GAG  AGC  CTG  GCT  CTG  GAa  AGG  CAA  GAA  TAT  GAA  AAG  CrG  CAA  57 
Glu  Leu  GIn  Ser  Gin  Set  Leu  Leu  Gln  Cln  Glu  Lye  Olu  Leu  Set  All  Arg 
G/~  TTG  GAA  AGC  CAC  TCA  Cl"r  CTG  CAG  C~  GAG  ~  G~  GTG  TCT  OCT  CGT  114 
Gin  Gin  Leu  Cys  Set  Fne  Gln  Glu  Glu  ~  Thr  Ser  Glu  Lye  ASh  Val  Mle 
CA6  CAG  CTC  TCG  TCT  TTC  CAA  GAG  GAA  ATG  ACT  TCT  GAG  AAG  AAC  GTC  TTT  171 
Olu  Leu  Ly|  Leu  A[a  LeU  AIa  Glu  Leu  ASp  kla  Va[  Gin  GLn  Lye  Olu  Clu 
~  ~  ~  ~  ~  ~  ~  ~  ~  ~  ~  CAC  CAO  AAG  GAG  GAG  228 
Glu  Arg  Lau  Val  Lye  Gln  Leu  Glu  Glu  Glu  ~8  Lye  Set  Thr  AXa  01u  Cln 
0~  AGG  CTG  GTT  ~  GAG  CTG  G~  GAG  G~  Ar  ~0  TCA  ACT  GCA  GA~  CA~  285 
Ar~  Leu  Asp  Asn  L~u  L@u  Arg  Glu  Lye  GIu  Val  Glu  Leu  GIu  Lys  His  Ile 
CGG  CTG  GAC  AAC  CTG  CTO  AGA  GAG  AAA  CA).  OTT  GA~  CTC  GAG  AAA  CAT  ATT  342 
His  Ala  Gin  All  Ile  Leu  Ile  All  01n  Glu  Lye  Tyr  ASh  Asp  T~r  All  01n 
GAC  GCC  CAA  GCC  ATC  TTG  ATT  GCA  ~  CAO  AAC  TAT  AAT  GAC  ACA  GCA  CAG  399 
Arg  Asp  Val  Thr  Ala  Gln  L~u  Glu  S*r  Val  Gln  01u  Lye  Tyr  Asn  Asp  Thr 
AC~  ~%C  GTC  ACT  oCT  CAG  TTG  GAA  AGT  GTG  CAA  GAG  AAG  T&T  AAT  GAC  ACA  456 
Set  ~u  Arg  Asp  Vil  Thr  AI&  Gin  I~u  Glu  Set  G1u  Gin  G1u  Lye  Tyr  A~n 
ACT  CTG  AGG  GAC  CTC  ACT  GCT  GAG  TTG  GAA  ACT  GAG  CAA  GAG  AAG  TAC  AAT  513 
Ala  Gln  Set  L~u  Arg  Asp  Val  Thr  Ale  Gin  Leu  Glu  Set  Glu  Gin  Glu  Lys 
GG~  GAG  AGT  CTG  ~CE  GAC  GTC  ACT  OCT  C~G  1~G  ~  AGT  GAG  C3~  GAC  A~G  570 
Asp  Thr  Ala  Gin  SeX  Leu  Arg  Asp  Vsl  ~hr  All  Gln  Leu  Glu  Se~  Vml  Gln 
CAC  ACA  GCA  CAG  AcT  CTC  AGG  GAG  GTC  ACT  GCT  GAG  TTG  CAA  ACT  GTG  CAA  627 
Tyr  Ash  Asp  Thr  AI~  Gln  $er  Lau  Arg  ASp  Val  Thr  AIm  Gln  Leu  Glu  Ser 
TAC  AAT  GAG  AGA  GCA  CAC  A~T  CTG  AGG  CAC  CTC  AGT  GCT  CAG  TTG  GAA  AGC  684 
Ser  Set  Thr  L~u  Ly#  Glu  Ile  Olu  Asp  Leu  Lye  L~u  Glu  ~n  ~u  Thr  Leu 
TGA  TCA  AGA  CTT  AA~  GAA  ATA  GAA  GAT  CTT  AAA  CTG  GAG  bAT  TTG  ACT  CTA  7~i 
Lyg  Val  Ale  Met  AI~  GIu  Lye  Set  V~I  Glu  Asp  Vil  Gin  Gln  Gin  Ile  Leu 
AAA  GTA  OCT  ATG  oCT  GAA  AAA  AGT  GTA  GAA  OAT  GT~  CAA  GAG  CAG  ATA  TTG  798 
Glu  Set  Thr  A~n  Gls  01u  Tyr  A[s  Arg  Me~  VaX  Gln  Asp  Leu  Cln  Ash  Arg 
GAG  AGC  ACA  AAT  CAA  GAA  TAT  GCA  AGO  ATG  GTT  CAA  GAT  TTG  CAG  AAC  ACA  855 
Set  Thr  Leu  Lys  GIu  Clu  Glu  Ile  Lys  Glu  lle  Thr  Ser  Ser  Phe  Leu  Clu  Lys  Ile 
TCA  ACC  TTA  A/~  GAA  GAA  GAA  ATT  AAA  GAA  ATC  ACA  TCT  TCA  TIT  CTT  GAG  AAA  ATA  912 
Thr  Asp  Leu  Lys  A|n  CIn  LsU 
ACT  OAT  TTC  /~A  AAT  CAA  CTC 
Glu  Lys  Gly  Lys  Arg  Thr  Ala 
GAG  AAA  OGA  AAA  ACA  ACA  GCA 
11e  Amn  Lys  Trp  Arg  Leu  L~U 
ATT  AAT  AAA  TGG  GOT  CTC  CTA 
G).n  Leu  &sp  Ala  Phe  Olu  AXa 
CAA  CTC  OAT  GCC  TTT  GAA  GCC 
Gln  Glu  Gin  Leu  Asn  Ly~  lie 
CAG  GAG  CAG  CT&  &AT  AAA  ATC 
Leu  Lys  Gln  Lys  Ile  Lys  His 
Set  Glu  Vat  Ser  Lys  Leu  Arg 
TCG  GAG  GTG  TCA  AAA  CTG  CCA 
Leu  Gin  Gly  Glu  Leu  Asp  Lys 
CTT  CAG  GGA  GAA  TTA  CAT  AAA 
Phe  Cys  His  Ala  Ser  Lye  Clu 
TTT  TGT  CAT  GCA  TCT  AAG  GAG 
Cys 
TGC  TGA 
Ar  K  Gin  (;In Asp  Gtu  Asp  Phe  Arg  Lys  (;in Leu  Glu 
ACA  CAA  CAA  CAT  C&A  GAC  TIT  ACG  AAG  CAG  CTG  GAA  969 
Glu  Lys  Glu  Asn  Val  Net  Thr  Glu  Leu  Thr  Met  Glu 
GAG  AA~  GAA  AAT  GTA  ATG  ACA  GAA  TTA  ACC  AT(; CA#.  [026 
Tyr  G[u  G].u  Glu  Tyr  Glu  Lys  Thr  Lys  Pro  Fhe  Gln  Gln 
TAT  GAA  GAA  CTA  TAT  GAA  AAA  ACT  AAA  CCT  TIT  CAG  CAA  1083 
CIu  Lys  Gin  All  Leu  I~u  ASh  Glu  H~.S Cly  Ala  Thr 
GAG  AAA  CAG  GCA  TTG  TTG  AAT  GAA  CAT  GGT  GCA  ACT  1140 
Arg  Asp  Sat  ~r  All  Gln  Leu  Leu  Gly  Hig  Gln  ASh 
AGA  GAG  TCC  TAT  OCA  CAG  CTA  CTT  GCT  CAC  CAO  AAC  L197 
Vii  Val  Lys  LeO  Lys  Asp  Olu  Asn  Set  Gin  Lau  I.yl 
G'F/  G'rG  AAA  TTG  AAA  CAT  GAA  #sAT  AGC  CAA  CTC  AAA  12 ~)/4 
Ser  Gln  L~u  Vii  Lys  Arg  Lys  Gln  As~  Glu  Leu  Ar  K 
TCT  CAC  C1T  GTT  AAA  AGG  AAA  CAA  AAT  0.~G  GTC  AC,  b.  13LL 
Ala  Leu  CLy  Ile  At&  His  Phe  Asp  Pro  Sir  Lys  Ata 
GCT  CTG  GGC  ATC  AGA  CAC  TIT  GAC  CCT  TCC  AAG  GCT  1368 
Ash  File Thr  Pro  Leu  Lys  Glu  G1y  Aln  Pro  ASh  Cys 
/~T  TTT  ACT  CCA  TTA  AAA  GAA  GGC  AAC  CCA  AAC  TCC  [/~22 
Figure 1. Both antibodies  to peptides  encoded in the 
cDNA  (underlined sequences) and  a  radiolabeled 
ACCI  fragment  of the  1.9-kb  insert  were used  to 
isolate  the 2.9 complete cDNA. The amino acid se- 
quences are shown above the DNA sequences.  Two 
possible  initiation  codons are  indicated  with  high- 
lighted  letters.  Potential  N-glycosylation  sites  are 
marked with asterisks  and possible signal  sequences 
are underlined with broken lines. The stop codon and 
corrections  are indicated  by highlighted  letters.  The 
sequence data  are av~able  from EMBL/GenBank/ 
DDBJ under accession No.  X-64550. 